1381 (GenBank accession no. DQ303209) 16S rRNA gene sequence from the NCBI database at all but position 494 of the Escherichia coli 16S rRNA gene sequence. The NCBI, Microseq, and BIBI databases were all used to search for comparison sequences, with all confirming the identification. Sequence analysis was performed using Microseq software as previously described (3, 10) .
Streptococcus pseudoporcinus was first described in 2006 after several human isolates phenotypically identified as Streptococcus porcinus were sequenced and found to be over 2% dissimilar to any other Streptococcus species (1). All of these S. pseudoporcinus isolates were recovered from female genitourinary tract specimens (1, 8) . Up until this time, the designation S. porcinus included strains from both animal sources (which retain the name) and human clinical specimens (essentially all are S. pseudoporcinus) (5, 7, 11) . 16S rRNA gene sequencing clarified the taxonomy (1, 8) . Our S. pseudoporcinus isolate was from a thumb wound specimen and was initially identified by the Vitek II gram-positive card as S. uberis, an animal pathogen that is a common cause of bovine mastitis (9) . To our knowledge, S. uberis has not been reported from any human clinical cases of disease. S. uberis was found as a contaminant of platelets in one instance, although the platelets were transfused to a patient and no transfusion reaction was recorded (14) . The accuracy of the identification of this S. uberis isolate is also not known, since no information on the identification was given (14) . Analysis of the first 500 bp of the 16S rRNA gene sequence indicated that our isolate was identical at all but one position to the S. pseudoporcinus strains identified by Bekal et al. and had a 17-bp difference from S. porcinus (1) . In the first 500 bp, there are 17 mismatches with S. porcinus (1); a difference of over 3% is often considered sufficient to separate genera and thus, of course, species (3).
The phenotypic characteristics of S. pseudoporcinus, S. porcinus, S. uberis, and Streptococcus agalactiae (group B streptococcus) are shown in Table 1 . Because S. pseudoporcinus is a beta-hemolytic streptococcus and can be CAMP and Lancefield group B positive and is isolated from the human female genitourinary tract, it could be confused with S. agalactiae. However S. agalactiae has a narrow zone of betahemolysis, is hippurate hydrolysis positive, is bile esculin hydrolysis negative, and does not produce acid from mannitol or sorbitol, unlike both S. pseudoporcinus and S. porcinus. S. uberis differs from S. pseudoporcinus in that it is either nonhemolytic or is alpha-hemolytic and is hippurate hydrolysis positive (11) .
S. pseudoporcinus and S. porcinus are phenotypically very similar. Fourteen of 15 reported strains of S. pseudoporcinus reacted with group B antibody from the PathoDx Strep typing kit, and our strain did too (8) . S. porcinus is nearly always Voges-Proskauer positive, while only about half of the described S. pseudoporcinus strains have been Voges-Proskauer positive (7) . 16S rRNA gene sequencing may be required to definitively differentiate S. pseudoporcinus from S. porcinus. Isolates that are phenotypically identified as S. porcinus should be sequenced to determine if the isolate is in fact S. pseudoporcinus. We have described a rare case of a non-female genitourinary tract infection caused by S. pseudoporcinus. S. pseudoporcinus is an organism found in the urogenital tract of women. The thumb infection in this patient we think was caused after a trauma to the thumb allowed entrance of the organisms, most likely originating from his wife's vagina. Once inoculated into the traumatized tissue, the organism did elicit an inflammatory response, as indicated by the considerable purulence.
Nucleotide sequence accession number. The sequence of the S. pseudoporcinus isolate from this study has been deposited in GenBank under accession no. FJ550603. 
